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DETAILED ACTION 



A request for continued examination under 37 CFR 1.114, including the fee set forth in 
37 CFR 1 .17(e), was filed in this application after final rejection. Since this application is 
eligible for continued examination under 37 CFR 1.114, and the fee set forth in 37 CFR 1 . 17(e) 
has been timely paid, the finality of the previous Office action has been withdrawn pursuant to 
37 CFR 1.114. Applicants' submission, filed 8/12/05, has been entered. 

Amended claims 19, 49-51, 64-65 and new claims 67-72, filed 8/12/05, are 
acknowledged. 

Claims herein under examination are 19, 49-51, 64-65 and 67-72. 

Claim Rejections - 35 USC §112 
The following is a quotation of the first paragraph of 35 U.S. C. 112: 

The specification shall contain a written description of the invention, and of the manner and process of making 
and using it, in such full, clear, concise, and exact terms as to enable any person skilled in the art to which it 
pertains, or with which it is most nearly connected, to make and use the same and shall set forth the best mode 
contemplated by the inventor of carrying out his invention. 

Claims 19, 49-51, 64-65 and 67-72 are rejected under 35 U.S.C. 1 12, first paragraph, as 
failing to comply with the written description requirement. The claim(s) contains subject matter 
that was not described in the specification in such a way as to reasonably convey to one skilled in 
the relevant art that the inventor(s), at the time the application was filed, had possession of the 
- claimed invention. 
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Claims 19 (lines 2 and 8), 49 (lines 2 and 7) and 72 (lines 2 and 7) recite the phrase "one 
or more biological probe arrays" which lacks adequate written support in the specification, 
claims, and/or drawings, as originally filed. Applicants provide various paragraphs of support 
for various claims; however, these passages do not provide support for one or more biological 
probe arrays. The abstract provides support for "one or more probe sets", but not one or more 
biological probe arrays. Because the introduction of "one or more biological probe arrays" does 
not appear to have adequate written support in the original application disclosure, this limitation 
is considered to be NEW MATTER. Claims 50-5 1 , 64-65, and 67-71 are also rejected due to 
their direct or indirect dependency from claims 19 and 49. 

Claim Rejections - 35 USC §1 02 

The following is a quotation of the appropriate paragraphs of 35 U.S.C. 102 that form the 
basis for the rejections under this section made in this Office action: 
A person shall be entitled to a patent unless - 

(e) the invention was described in (1) an application for patent, published under section 122(b), by another filed 
in the United States before the invention by the applicant for patent or (2) a patent granted on an application for 
patent by another filed in the United States before the invention by the applicant for patent, except that an 
international application filed under the treaty defined in section 35 1(a) shall have the effects for purposes of this 
subsection of an application filed in the United States only if the international application designated the United 
States and was published under Article 21(2) of such treaty in the English language. 

Claims 19, 49-51, 64-65, 68, and 72 are rejected under 35 U.S.C. 102(e)(2) as being 
anticipated by Maslyn et al. (P/N 6,408,308). 

Maslyn et al. disclose a system and method for generating, analyzing, and storing datasets 
from probe sequences (title). Maslyn et al. disclose a manufacturer microarray with 
identification of the sites having probes corresponding to a particular transcript (col. 4, lines 49- 
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52) which represents a probe set that is capable of identification of a biological molecule on one 
or more biological probe arrays, as stated in instant claims 19 and 49. Maslyn et al. disclose 
correlating a particular gene (biological sequence) or elements on the microarray with the probe 
design using microarray layout data and design data files for summarization of data (col 6, lines 
22-28). Figure 9 discloses a user defined query (530) where selected datasets are retrieved and 
provided based on user defined selection (531) followed by comparison (correlation) to other 
datasets (532/534/536/544/546) including filters to select specified elements of the dataset such 
as protein function (542 and col. 12, lines 11-17), ending in a viewing of the data (538). Maslyn 
et al. disclose filtering functions according to abundance, protein function (comparisons) as well 
as Figure 10A with a "build query" region with a BLAST search (sequence search) (col. 12, lines 
1-5) and query parameters involving a hierarchy of enzymes including oxidoreductases and 
transferases (protein families) where the user can select any combination of query data across 
categories (col. 12, lines 32-38) and display of generated lists (col. 12, lines 39-44) which 
represents correlating protein sequence with protein family data and displaying information, as 
stated in instant claims 19 and 49. Maslyn et al. disclose a processing system with procedures 
and tables that store information identifying element data from microarrays (abstract) which 
represents an identification of the probe-set. Maslyn et al. disclose a microarray manufacturer 
providing data on the specific transcripts represented on the microarray and identifying the site 
or sites having probes corresponding to a particular transcript (col. 4, lines 49-52) including 
Image identifier (Image ID) as well as Sequence ID (col. 9, lines 49-55 and col. 10, lines 15-16) 
with displaying names of datasets resulting from a user defined query (col. 11, liens 29-41) 
which represents manufacture-defined probe-set identifiers with names, as stated in instant 
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claims 19 and 49. Maslyn et al. disclose microarray design information including data that 
specifies global characteristics of each microarray, array element data including sequence 
information, including protein sequences (col. 2, lines 19-25 and 34-39), as stated in instant 
claims 19 and 49. Maslyn et al. disclose correlating the elements on the microarray with the 
probe design (col. 6, lines 22-25). Maslyn et al. disclose microarrays generating raw image or 
expression data and each image data of hybridization experiments is associated with a unique 
Image Identifier (col. 7, line 58 to col. 8, line 3) which represents identifiers identifying probe 
sets from the results of one or more experiments performed using biological probe arrays, as 
stated in instant claims 19, 49, and 72. Maslyn et al. disclose generating data from a microarray 
composed of nucleic acid probe sequences representing genes or gene fragments (biological 
sequences) (col. 4, lines 40-43) such that each microarray represents a probe-set as well as a 
correlation between probe-set identifiers and genes. Maslyn et al. disclose selecting any 
combination of query criteria by selecting data across various categories, such as transcript, 
microarray (a probe-set), sample, and data source (col 12, lines 33-38). Figure 10A discloses 
protein families and query parameters such as a BLAST search (593) (sequence comparison), 
molecular function and structural proteins (594) (protein information) (col. 11, lines 29-46 and 
col. 12, lines 1-2) which represents identification of a biological molecule as well as correlating 
sequence with protein family data via sequence similarity, as stated in instant claim 68. Maslyn 
et al. disclose tables that store information identifying a microarray technology type and 
microarray design information (abstract). Maslyn et al. disclose microarray design information 
includes location and sequence information (first data set) of the array elements (col. 2, lines 20- 
25). Maslyn et al. disclose providing probes for up to about 10,000 genes (col. 4, lines 52-56). 
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Maslyn et al. disclose organizing raw expression data with other user-defined data into a format 
suitable for loading into the expression database (col. 6, lines 9-12). Maslyn et al. disclose 
displaying and comparing data that is stored in external datasets (col. 12, lines 26-31). Figure 1 
discloses the use of a sequence database. Merriam- Webster online dictionary defines domain as 
"a region distinctively marked by some physical feature", such that a structural proteins (Figure 
10A) represent protein domain information, as stated in instant claims 51 and 65. Maslyn et al. 
disclose a protein function menu to allow users to select elements (probes) by their associated 
protein function (col. 1, lines 32-34 and col. 14, lines 34-36) which represents a correlation 
("establish a mutual or reciprocal relation between", definition of correlate according to the 
Merriam- Webster online dictionary) between the microarray gene element data with the protein 
data. Figure 10B demonstrates datasets the user will define (602) and datasets the user will view 
(608). Maslyn et al. disclose generating data from a microarray composed of nucleic acid probe 
sequences representing genes or gene fragments (biological sequences) (col. 4, lines 40-43) such 
that each microarray represents a probe-set. Maslyn et al. disclose an information processing 
system storing expression data for polypeptide sequences (col. 2, lines 36-39). Maslyn et al. 
disclose correlating a particular gene (biological sequence) or elements on the microarray with 
the probe design using microarray layout data and design data files for summarization of data 
(col. 6, lines 22-28). Maslyn et al. disclose a network server, UNIX operating system, 
application software module, and a relational database management system (RDBMS) wherein 
data pass to JAVA classes such that results are displayed to the client computer (user) (col. 3, 
lines 39-41 and col. 4, lines 22-26; Figure 1) which represent an output manager to provide data 
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to user as well as an input manager, determiner, and correlator. Figure 2 shows information 
flowing from a database to a query to results to a users computer. 

Thus, Maslyn et al. anticipate the limitations in claims 19, 49-51, 64-65, 68, and 72. 

Applicants argue that Maslyn et al. do not include description of a probe array 
manufacturer assigned name. This statement is found unpersuasive as Maslyn et al. disclose a 
microarray manufacturer providing data on the specific transcripts represented on the microarray 
and identifying the site or sites having probes corresponding to a particular transcript (col. 4, 
lines 49-52) including Image identifier (Image ID) as well as Sequence ID (col. 9, lines 49-55 
and col. 10, lines 15-16) with displaying names of datasets resulting from a user defined query 
(col. 11, liens 29-41) which represents manufacture-defined probe-set identifiers with names, as 
stated in instant claims 19 and 49. An Image Identifier of an array represents an assigned name. 
Applicants argue that Maslyn et al. do not specifically describe the nature of correlation between 
elements and probe design. This statement is found unpersuasive as Maslyn et al. provide 
various examples of comparison and correlation, as discussed in the rejection above. Applicants 
argue that Maslyn et al. do not describe correlating a probe set identifier comprising a name 
assigned by a manufacturer that specifies the probe set with a protein sequence. This statement 
is found unpersuasive as Maslyn et al. disclose a processing system with procedures and tables 
that store information identifying element data from microarrays (abstract) which represents an 
identification of the probe-set. Maslyn et al. disclose a microarray manufacturer providing data 
on the specific transcripts represented on the microarray and identifying the site or sites having 
probes corresponding to a particular transcript (col 4, lines 49-52) including Image identifier 
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(Image ID) as well as Sequence ID (col. 9, lines 49-55 and col. 10, lines 15-16) with displaying 
names of datasets resulting from a user defined query (col. 11, liens 29-41). In addition, Figure 
10A discloses protein families and query parameters such as a BLAST search (593) (sequence 
comparison), molecular function and structural proteins (594) (protein information) (col. 11, 
lines 29-46 and col. 12, lines 1-2). Applicants' arguments are deemed unpersuasive. 

Claim Rejections - 35 USC §103 
The following is a quotation of 35 U.S. C. 103(a) which forms the basis for all 

obviousness rejections set forth in this Office action: 

(a) A patent may not be obtained though the invention is not identically disclosed or described as set forth in 
section 102 of this title, if the differences between the subject matter sought to be patented and the prior art are 
such that the subject matter as a whole would have been obvious at the time the invention was made to a person 
having ordinary skill in the art to which said subject matter pertains. Patentability shall not be negatived by the 
manner in which the invention was made. 

Claims 67 and 69-71 are rejected under 35 U.S.C. 103(a) as being unpatentable over 
Maslyn et al. (US 6,408,308) as applied to claims 19, 49-51, 64-65, 68, and 72 above, and further 
in view of Chin et al. (US 6,470,277). 

Maslyn et al. describe the limitations of claims 19, 49-51, 64-65, 68, and 72 as described 
in the 35 USC 102 rejection above. Maslyn et al. do not describe aligning a consensus sequence, 
implementing a plurality of Hidden Markov Models, and correlation determination by a Hidden 
Markov Model value above a threshold. 

Chin et al. describe performing polypeptide sequence comparisons with HMM (Hidden 
Markov Model) algorithms (col. 9, lines 15-17 and col. 10, lines 51-55) which is outputted to a 
stored database (col. 9, lines 66-67). Chin et al. describe performing HMM with the predicted 
protein for protein comparisons, aligning, determining the percent identity with the target and 
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query sequence and a consensus sequence (col 10, line 51 to col. 11, line 5), as stated in instant 
claims 67-71 . Chin et al. describe correlating various types of information and storing it in a 
format easily assessed by researchers (col. 2, lines 6-9). Chin et al. describe two or more 
sequences exhibit substantial sequence similarity if sequences have at least 70% amino acid 
residue or nucleic acid identity when compared and aligned for maximal correspondence as 
measured using a particular sequence comparison algorithm with probability values which are 
grouped as similar after examination of alignments (col. 6, line 65 to col. 7, line 25) which 
represents correlation determination above a threshold value, as stated in instant claim 70. 

Maslyn et al. state that microarray-based experiments are generating increasing volumes 
of expression information that needs to be generated, stored, and provided in an effective manner, 
(col. 2, lines 1-3). Chin et al. also state the need for techniques able to correlate various types of 
information and store it in a format easily assessed or queried by researchers (col. 2, lines 4-9). 
It would have been obvious to the person of ordinary skill in the art at the time the invention was 
made to analyze protein expression microarray data (col. 2, lines 27-39) as stated by Maslyn et 
al. and store it with microarray design information including sequence information (col. 2, lines 
20-25), such as alignments via HMM, as stated by Chin et al. (col. 6, line 65 to col. 7, line 4 and 
col. 7, lines 47) and via BLAST, as stated by Maslyn et al. (col. 12, lines 1-2). The person of 
ordinary skill in the art would have been motivated to make these modifications of various 
homology search algorithms with DNA and protein sequence databases (Chin et al., col. 6, lines 
35-49) in order to find related sequences and further correlate information (Chin et al., col. 6, 
lines 35-37) that may prevent, ameliorate, or affect a variety of diseases or physiological states 
(Chin et al., col 1, lines 34-36). 
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Therefore, Maslyn et al. in view of Chin et al. motivate the limitations of the instant 
invention. 



No claim is allowed. 

Papers related to this application may be submitted to Technical Center 1600 by facsimile 
transmission. Papers should be faxed to Technical Center 1600 via the PTO Fax Center. The 
faxing of such papers must conform to the notices published in the Official Gazette, 1096 OG 30 
(November 15, 1988), 1 156 OG 61 (November 16, 1993), and 1 157 OG 94 (December 28, 1993) 
(See 37 CFR §1.6(d)). The Central Fax Center number for official correspondence is (571) 273- 
8300. 

Any inquiry concerning this communication or earlier communications from the 
examiner should be directed to Carolyn Smith, whose telephone number is (571) 272-0721 . The 
examiner can normally be reached Monday through Thursday from 8 A.M. to 6:30 P.M. 

If attempts to reach the examiner by telephone are unsuccessful, the examiner's 
supervisor, Ardin Marschel, can be reached on (57 1) 272-07 1 8. 

Any inquiry of a general nature or relating to the status of this application should be 
directed to Legal Instruments Examiner Tina Plunkett whose telephone number is (571) 272- 
0549. 



Conclusion 



MARJORIEA.MORAN 



September 27, 2005 




